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Figure S8. Phylogenetic tree of the horizontal gene transfer analysis. This tree is the
phylogenetic reconstruction of the 100 first hits retrieved from the BLAST search
using MHC 05495 protein sequence (pfkB family kinase, M. haemocanis) (Table 3).
Sequences were aligned using MUSCLE [21] and the tree constructed using neighbor-
joining [28] with 1,000 bootstrap replicates in MEGA 5 [22]. This tree was manually
compared to a 16S rRNA gene phylogenetic tree to infer HGT as previously described

[30].



